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cefoperazone, ciproﬂoxacin, cephalexin, gentamicin, cefo-
taxime, enroﬂoxacin, imipinem, nalidixic acid, oﬂoxacin,
penicillin G, piperacillin, streptomicin, sulphametoxa-
zole/trimethroprim, tetracycline and tobramicin) was
evaluated by the VITEK system (Biomérieux). Antibiotic-
resistance gene detection was performed by Multiplex-PCR.
The ﬁngerprinted animal isolates were evaluated on there
clonality and pasted into the global population structure
of P. aeruginosa. All data were analysed by biological data
analysis software (Bionumerics, AppliedMaths).
Results: Antimicrobial-resistance traits were similar
amongst all isolates, showing high degrees of resistance.
None was susceptible to all antimicrobial compounds while
most possessed multi-resistance proﬁles. Comparison of the
genomic and phenotypic Antibiotic-Resistance results where
highly concordant. Most isolates clustered into successful
clonal complexes, including human epidemic strains. No
animal strains however clustered into the spreading MDR-
O12-clone although several strains clustered among the
CF-clones.
Conclusion: In a constantly evolving world, medical epi-
demiology should strive for a broader perspective, consisting
of a global approach including bacteria from humans, the
environment and animals from different geographical loca-
tions at different time-points.
doi:10.1016/j.ijid.2008.05.302
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Objectives: To determinate the frequency Gram-
negative bacteria of pathogens isolated from patients
with bacteraemia and to investigate their susceptibility
patterns.
Material and Methods: The blood cultures were incu-
bated in Bactec 9120 system (Becton Dickinson) in aerobic
plus, anaerobic plus and mycosis vials. All the positive cul-
tures were Gram strained and re-cultured in blood agar, Mac
Conkey agar and Chromagar candida (Becton Dickinson). The
protocol for negative blood cultures included a seven days
period. The infections were characterized as nosocomial
accorting to CDC criteria. Identiﬁcation of microorganisms
and susceptibility test was performed out with the Vitek
2 system (BioMerieux, France), the susceptibility disc dif-
fusion method according to CLSI directions and the E-test
method (Solna, Sweden).
Results: A total of 2519 blood cultures were screened
for aerobic, anaerobic and fungi, during a two year
period (January 2006 - December 2007). Bacteraemia was
detected in 350 ICU and 132 NICU patients. Of the 482
pathogens from ICU and NICU, Gram-positive bacteria were
the predominant isolates (n = 244, 50.62%), followed by
Gram-negative (n = 231, 47.93%) and fungi (n = 7, 1.45%).
Gram-negative bacteria more frequently isolated from
ICU and NICU were: Acinetobacter baumanii 49/9, Kleb-
siella pneumoniae 46/8, Pseudomonas aeruginosa 36/8,
Enterobacter cloasae 37/4, Escherichia coli 9/10. The resis-
tance rates (%) of Acinetobacter baumanii from ICU and
NICU were: amikacin 87/86, gentamicin70/57, imipenem
80/29, meropenem 34/25, piperacillin/tazobactam 84/67,
ampicillin/sulbactam46/20, colistin 0/0. The resistance
rates (%) of Pseudomonas aeruginosa were: ceftazidime
69/25, ciproﬂoxacin 72/25, amikacin 48/25, aztreonam
91/17, piperacillin/tazobactam 48/38, imipenem 69/0,
meropenem 71/0, colistin 0/0. The resistance rates
(%) of Klebsiella pneumoniae were: amikacin 33/25,
gentamicin 32/25, ciproﬂoxacin 5/50, imipenem 80/50,
piperacillin/tazobactam 67/50, colistin 0/0.
Conclusion: A very high incidence of multidrug resistant
Gram-negative strains causing bacteraemia were isolated
especially from ICU patients. There is necessary to limit the
overuse of antibiotics and implementation of a new antibi-
otic policy.
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Background: Antibiotic resistance of Shigella spp. has
increased recently and varies with geographic distribution.
The empirical antibiotic therapy in each region would need
to be updated accordingly.
Methods: Anti-microbial susceptibilities of Shigella iso-
lates collected in a central laboratory in southern Taiwan
were examined by the disc diffusion method. Epidemiolog-
ically related cases were classiﬁed as cases of an outbreak
event. Only one isolate for each episodic case or outbreak
event was included for analysis.
Results: From 2001 to 2007, 47 Shigella isolates including
25 S. ﬂexneri, 2 S. boydii and 20 S. sonnei were ana-
lyzed. All were susceptible to ciproﬂoxacin and with varied
resistance to other antibiotics: 6.4% to cefotaxime, 51.1%
to ampicillin, 63.8% to trimethoprim -sulfamethoxazole,
and 38.3% to chloramphenicol. Resistance to cefotaxime
emerged since 2006, whereas resistance trends to other
antibiotics were unchanged signiﬁcantly in the past
7 years.
Conclusion: Continued monitoring of Shigella isolates to
detect the emergence of resistance is essential, especially
resistance to the 3rd generation cephalosporin.
doi:10.1016/j.ijid.2008.05.304
